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Supplementary Figures S1-S4 
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Figure S1. The functional distinction of intestinal microbiota between gout patients and healthy controls. 

(A) Principal Component Analysis (PCA) based on microbial gene profile. The red and black points 

represented the gout-active and healthy individuals respectively. (B) Procrustes analysis revealed that human 

gut bacterial lineages and microbiome COGs content gave similar clustering patterns. The cycle end of each 

line represented the 16S rRNA data for the sample, whereas the other end represented to the functional 35 

annotation of that particular sample. The fit of each Procrustes transformation over the first four dimensions 

was reported as the P-value by 10, 000 Monte Carlo label permutations. 
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Figure S2. PCA results of COG and KO profiles. Points in red represented the gout patients and points in 

green represented the healthy individuals.  
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Figure S3. Correlation between the microbial biomarkers of gout and the various blood indices. 

Spearman’s rank correlation coefficients and P values (“*” represented the P <0.05) for the correlation were 

shown. 
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Figure S4. Comparison between microbial signatures of gout and those of T2D and liver cirrhosis. The 

depletion of Faecalibacterium prausnitzii and inhibition of butyrate biosynthesis were shared among patients 

from all the three chronic diseases.  
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